ABSTRACT The complete genome sequence of an iris severe mosaic virus isolate (ISMV) from Iris tectorum in Japan was determined for the first time. According to sequence identity analyses, our specimen is closely related to isolates reported from China.
The complete genome sequence of ISMV-J was 10,403 nucleotides (nt) long, excluding the poly(A) tail at its 3= end, with a GC content of 39.2%. Like other potyviruses, a large open reading frame (ORF) (nt 124 to 10074) was predicted in the ISMV-J genome using the NCBI ORFfinder. The large ORF was predicted to encode a 377-kDa polyprotein with nine potential potyvirus cleavage sites, as in the case of a previously reported ISMV isolate (GenBank accession number KT692938). P3N-PIPO, an ORF conserved throughout the family Potyviridae (10) and translated by a transcriptional slippage at GA 6 (nucleotides 3640 to 3646), was also found at the same region, as in the case of a previously reported ISMV isolate (GenBank accession number KT692938). The sequence alignments with reported ISMV isolates were performed using the MUSCLE algorithm (11) in the program Sequence Demarcation Tool (SDT) v.1.2 (12) with default settings. The percent identities of the large ORF with those of previously reported ISMV isolates (GenBank accession numbers KT692938 and MF385582) were 92.1% and 92.7% at the nucleotide level and 96.0% and 96.4% at the amino acid level, respectively. Based on the current classification criteria of the family Potyviridae (1), ISMV-J was proven to be with that of an isolate of ISMV. The coat protein shared higher amino acid sequence identity (98% to 100%) with isolates from China than with isolates from other countries (85% to 87%). These results suggest that ISMV-J is closely related to ISMV isolates reported from China.
Data availability. The genome sequence of ISMV-J was deposited in the DNA Data Bank of Japan under accession number LC433737. The raw sequence data were deposited in the National Center for Biotechnology Information Sequence Read Archive (SRA) under BioSample number SAMN11053879 and SRA run number SRR8668529, which are part of the SRA study number PRJNA525575.
